
iiiilsalQUENCE listing 

ERROR REPORT 




-TEfeTCdtechiioIogy Systems Branch of tfie Scientific a^Teclinical Information 
Center (STIC) detected errors when processing the following Computer readable 
form: 



Application Serial Number: /l^^ H7~i 

Gift 



Source: 
Date Processed by STIC: 



THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT, WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 
NOTICE TO COMPLY 

FOR CRF SUBMISSION QUESTIONS, PLEASE CONTACT MARK SPENCER, 703-308-4212. 

FOR SEQUENCE RULES INTERPRETATION, PLEASE CONTACT ROBERT WAX, 703-308-4216. 
PATENTED 2.1 e-mai! help: Datin21help@usDto.gov or phone 703-306-4119 (R. Wax) 
PATENTIN 3.0 e-mail help: patin30helD@usDto.gov or phone 703-306-41 19 (R. Wax) 

TO ^ SEQUENCE LISTINGS, PLEASE USE THE CHECKER 

VERSION 3.0 PROGRAM ACCESSIBLE THROUGH THE U S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW: 



Checker Version 3.0 

The Checker Version 3.0 application is a state-of the-art Windows based software program 
employing a logical and intuitive user-interface to check whether a sequence listing is in 
compliance with format and content rules. Checker Version 3.0 works for sequence listings 
generated for the original version of 37 CFR §§1.821 - 1.825 effective October 1, 1990 (old 
rules) 'arid the levisMversi6h'(riew rules) effective July 1, 1998 as well as World Intellectual 
Property Organization (WIPO) Standard ST.25 . 

Checker Version 3.0 replaces the previous DOS-based version of Checker, and is Y2K- 
compliant. Checker allows public users to check sequence listings in Computer Readable form 
(CRF) before submitting them to the United States Patent and Trademark Office (USPTO). 
Use of Checker prior to filing the sequence listing is expected to result in fewer errored sequence 
listings, thus saving time and money. 



Checker Version 3.0 can be down loaded from the USPTO website at the following address: 

http://www.uspto,gov/web/offices/pac/checker 



Raw Sequence Listing Error Summary 



ERROR DETECTED 

ATTN: NEW RULES CASES: 

1 Wrapped Nucleics 

Wrapped Aminos 



10 



11 



12 



SUGGEST ED CORRECTION SERIAL NUMBER: . 

PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 

The number/text at the end of each line '"wrapped" down to the next line. This may occur if your file 
was retrieved in a word processor after creating it. Please adjust your right margin to .3; this will 
prevent "wrapping." 



2 Invalid Line Length The rules require that a line not exceed 72 characters in length. This includes white spaces. 



3 Misaligned Amino 

Numbering 

4 Non- ASCII 



Variable Length 



Patentln 2.0 
"bug" 



7 Skipped Sequences 

(OLD RULES) 



Skipped Sequences 
"(NEW RULES) 



_Usc of n's or Xaa's 
(NEW RULES) 

_Jn valid <213> 
Response 



Useof<220> 



The numbering under each 5 th amino acid is misaligned. Do not use tab codes between numbers; 
use space characters, instead. 

The submitted file was not saved in ASCII(DOS) text, as required by the Sequence Rules. Please 
ensure your subsequent submission is saved in ASCII texL 

Sequcnce(s) contain n's or Xaa's representing more than one residue. Per Sequence Rules, 

each norXaa can only represent a single residue. Please present the maximum number of each 
residue having variable length and indicate in the <220>-<223> section that some may be missing. 

A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 
sequences^) . Normally, Patentln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section to 
the subsequent amino acid sequence. This applies to the mandatory <220>-<223> sections for 
Artificial or Unknown sequences. 

Scqucncc(s) missing. If intentional, please insert the following lines for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
(i) SEQUENCE CHARACTERISTICS: (Do not insert any subheadings under this heading) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
This sequence is intentionally skipped 

Please also adjust the "(ii) NUMBER OF SEQUENCES:" response to include the skipped sequences. 

Sequenced) missing. If intentional, please insert the following lines for each skipped sequence. 

<2 1 0> sequence id number 
<400> sequence id number 
000 

Use of n's and/or Xaa's have been detected in the Sequence Listing. 

Per 1.823 of Sequence Rules, use of <220>-<223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 

Per 1.823 of Sequence Rules, the only valid <213> responses arc: Unknown, Artificial Sequence, or 
scientific name (Genus/species). <220>-<223> section is required when <213> response is Unknown or 
i s Art i ficia I Sequence 

iuJ^ _ mn jinc ll v <T>C\> "Feature" and assor iajrH numeric iden tifiers and responses^ 

<220> to <223> is MANDATORY if <2 1 3> "Organism" response is "Artificial Sequence" or 
"Unknown " Please explain source of genetic material in <220> to <223> section. 
(See "Federal Register," 06/01/1998, Vol. 63, No. 104, pp. 29631-32) (Sec. 1.823 of Sequence Rules) 




_PatcntIn 2.0 
"bug" 



Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted file, 
resulting in missing mandatory numeric identifiers and responses (as indicated on raw sequence 
listing). Instead, please use "File Manager" or any other manual means to copy file to floppy disk. 



AMC - Biotechnology Systems Branch - 06/04/2001 
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OIPE 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/733,773 

Input Set. : A:\SALK24 10.ST2 5.txt 

Output Set: H:\CRF3\12 212000\l7 3 377 3.raw 



DATE: 12/2 1/2000 
I [ M 1*. : 10: 1 i : -JO 



6£ 



•-. 2 "1 3 > ORG A N 1 SM : Homo sapiens 
<2 2 0> FEATURE: 



3 <110> APPLICANT: The Salk Institute For Bioloqioa'l Stud 

4 NOLL, Joseph 

5 VERDEOI A , Mark 

7 O20> TITLE OF INVENTION: CRYSTAL STRUCTURE OF WW DOMAINS AND METHODS AND USE IHbkLOr 

9 <M0> F ! EE KWERKNCfcl: SALK24 10 

11 <140> CURRENT APPLICATION NUMBER: US/09/7 3 3,7 73 

12 <141> CURRENT FILING DATE: 2000-12-08 

14 ■. I (•>()> NUMBER OP SEQ ID NOS : 3 2 

lb -.1 7 U> SOFTWARE: Pa lent In version 3.0 

1 H <2 10> SEy ID NO : 1 

19 - 2 1 1 > EE NO Tii : 16 3 

2 0 - 2 1 2> TYPE : PPT 
21 
2 3 
2 4 



2 9 
31 

3 2 
3 4 

3 5 
37 
38 

4 0 
4 1 
4 3 
44 
4 6 
4 7 
4 9 
50 
52 



^ ■ 



61 
6 4 
6 5 
6 6 
6 7 

6 9 

7 0 
7 I 



> NAME/KEY: 


PEP! 


IDE 






















> log at: 


ON : 


O ) • 


• c if- 






















> OTHER 


I NFORMAT TON 


Pin 1 


















> SEQUENCE: 


1 
























Ala Asp 


Gl u 


Glu 


Lys 


Leu 


Pro 


Pro 


G iy 


Trp 


Glu 


Lys 


Arq 


Me t 


Ser 






5 










1 0 










15 




Ser Ser 


Gly 


Arq 


vnl 


Tyr 


Tyr 


Phe 


Asn 


H i s 


I le 


Th r 


Asn 


Al a 


Ser 




20 


















3 0 






Trp Glu 


Arq 


Pro 


S e r 


Gly 


Asn 


Ser 


Sei- 


Se r 


Gly 


G ly 


Lys 


ASU 


Gly 


3 5 










4 0 










4 5 








GLy Glu 


P ro 


Ala 


Arq 


Va I 


A.rg 


Cys 


se r 


H is 


Leu 


Leu 


Val 


Lys 


H 1. S 


50 








5 5 










GO 






Thr 




Gin Ser 


Arq 


Arq 


Pro 


S e r 


Ser 


Trp 


Arq 


Gin 


C 1 u 


Lys 


1 le 


Arq 






7 0 




















B0 


Lys G.lu 


Gl u 


Ala 


Le u 


Gl u 


Leu 


I le 


Asn 


Gly 


Tyr 


He 


Gl n 


Lys 


I le 






85 










9 0 










9 5 




Ser Gly 


Glu 


G 1 u 


Asp 


Phe 


Gl.u 


Ser 


Leu 


Ala 


Ser 


Gin 


Phe 


ser 


Asp 




1 0 0 










105 










1 1 (» 






Ser Ser 


Al a 


Lys 


Ala 


Arq 


Gly 


Asp 


Leu 


Gly 


Aid 


Phe 


Ser 


Arq 


Gl y 


115 








12 0 










1 2 5 




Th r 




Met Gin 


Lys 


P ro 


Phe 


G In 


Asp 


Ala 


Ser 


Phe 


Ala 


Leu 


Arq 


Gly 


L 3 0 






135 










1 40 










Met Ser 


Gly 


Pro 


Vcjl 


Phe 


T"h r 


ASp 


Ser 


Gly 


I le 


His 


Lie 


1 1 e 


Leu 








.15 0 










1 5 5 










160 


Thr Gl u 





























2 1 0> SEQ ID NO: 2 

2'11> EE NOT IT; 3 8 

.2 12> TYPE: PRT 

: 2 1 3 > o R G A N I s M : Homo s a p i e n s 

.220> FEATURE: 

2 2 1 > N AM E/K K Y : DO MA I N 

- 2 2 2> EOCAT I. ON : ( 1 ) . . ( 3 8 ) 



7 2 < 2 2 3 > 0 TH E R \ N E O R MAT .1 ON: W w Dom a i n o 1: Pin 1 



file://C:\CRF3\Outhold\VsrI733773.htm 
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RAW SEQUENCE LISTING LAlt: 12/21/2000 

P AT KM T AP P L J CAM ION: US/ 0 9/7 3 3, 773 V f Ml;; : '10:13: 4 0 

Input. Sot : A:\SALK2410.ST25.txt 
Output Set: N:\CRF3\12212000\l73 377 3.raw 

7 5 <4 0U> SEQUENCE: 2 

7 7 Met. Ala Asp Glu Glu tys Lou Pro Pro 0 1 y r rp Glu Lys Arg Mot 3c r 
78 I :> - L(J ! '' 

80 Arq Ser So r civ ftru Vai Tv.r L'yr POe Asn His lie Thr Ash Ala ser 

81 ' 20~ ' 25 30 

8 3 G 1 n 'IT p C .1 a At' 9 p r o S c r 
84 35 
8 6 <2l0> SEQ IP NO: 3 
8 7 <21.l> LENGTH : 7 
8 8 <212> TYPE: PRT 

8 9 -:2 1 3> O KG A N I S M : Homo s a p i o n s 
0 1 <2 2 0> FEATURE : 

9 2 < 2 2 1 > N AME/K E Y : MOD_RUS 
9 3 - 2 2 2 > LOO AT ION : ( 2 ) . . ( 2 ) 

9 4 • . 2 2 3 > OT H til K 1 N FO KM AT ION: P HOS P II O K Y LAT i O N 
9 7 <.22\)> FEATURE: 

9 8 <22.1> NAME/KEY : MOD_RES 
9 0 <2 2 2> LOCATION : ( 5 ) . . { 5 ) 

i 0 0 ^22 3 > 0 TH E R I H F 0 RM AT I ON: P HOS P H 0 R Y L AT I O N 

1 0 3 < 4 0 0 > S EQ U E NCE : 3 
10 5 Tyr Ser Pro Tli r Ser Pro Ser 
1 0 f ) 1 5 
103 --2 1. 0> SFQ T D NO: 4 

109 <2Il> LENGTH: 9 

110 <212> TYPE: PPT 

111 <213> ORGANISM: ART IF TCI AL__^^^ L/YXaT^^ /WJW t ~ w " ~Y ' ~ } A f / 

N3 • 2 20 • FEATURE: s?S? ^ 0 « / V i(Ja kAJ 

114 -.2 2 OTHER INFORMATION ^PEPTIDE ^/ /T^-^-^^^/ 

116 • 220 > FEATURE: 

117 <2 21> NAME/KEY: VARIANT 

118 <22 2 2> LOCATION: (0)..(6) 

119 <-72 2 3> OTHER INFORMATION: Xaa is any amino acid (Pro in Figure 4a & 4b) 
122 <-100> SEQUENCE : 4 

Gly Thr Pro Pro Pro Xaa Tyr Thr Val 

5 

12 7 O10> SEQ CD NO: 5 

128 --.21.1> LENGTH: 3 

129 <2I2> TYPE: PRT 

130 <-2 13> ORGANISM: ARTIFICIAL 
132 <2 2 0> FEATURE: 

13 3 <22 3> OTHER INFORMATION :V s £ept ide 
13 5 <10 0> SEQUENCE: 5 
137 Trp Phe Tyr Ser Pro Phe Leu Glu 

13 8 1 5 

14 0 <21.0> SEQ ID NO: 6 
1 4 t <21 1> LENGTH : 8 
142 <212> TYPE; PR'] 1 
1 4 3 <2 1 3> ORGANISM : ART IF I C I A L 
14 5 -.2 2 0> FEATURE; 



$U 124 G 

1 12 5 1 



t'ile://C:\CRF3\OutholcEVsiI733773.htm 
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.1 6 

.1 4 a 

J. 4 9 
1 r ) 0 
!i 5 1 
154 
.1 -) 0 
.157 
159 
16 0 
1 h 1 
1 6 2 

1 6 4 
] 6 9 
I 66 
1 0 7 
J 70 
172 
1 7 -5 

17 5 
176 
I 7 7 
1 7 8 

1 8 0 
181 
"1 8 2 
i 8 3 
j 8 6 
1 8 8 
1 8 9 
1 •> 1 
1 9 2 
"1 9 "j 
1 9 4 
] 9 6 
1 9 7 

1 9 8 
199 

2 0 2 
2 0 4 
205 
207 
208 
2 0 9 
2 .1 0 
212 
213 
2 1 .1 
2.1 5 



RAW SEQUENCE LISTING 

PAl ENT APPLICATION: 



US/09/733, 7 73 



DA IE: 12/2 1/2000 
l 1 1 MF : '1 0 : 1 .3 : -1 0 



1 i i pu \. SeL 
Output Sot 



A: \SALK2410 . ST2 5 .txt 
J:\rB Pl\ 1 2 2 1. 200 0\ 173 3773 .rav 




<2 23> OTHER I.NrORFIA'IlO! 

220> ERA MIKE : 
. 22 1> NAHE/KLY : MUL )_.Ri"AS 
- .:_2> COCA V 1 ( J.N : ( j ) . . ( 1 ) 

<22J> OTHER IMP ORPiATiON : PHOSPHORY EAT J ON 

< 4 00> SEOUENCE: 6 

Tip FLt> O/r Ser Pro Phe Leu GJ.u 

I 

<'2.L0> SEO ID .NO : 7 
LENGTH: o 
rVPL: PRT 
2 1 5 > < > R O A N l~ S H : Homo S rj p L e n s 
c220> I't'JAJ'UKK: 
NAL-IE/KFY : 



<2 j 1> 
.212;- 



:. 2 2 1 



.2 22^- LuCAIlON: 



(4 ) 



EES 
■ (4) 



-.2,: O- OTHER J N FORMAT I ON : PHOSPHORYLATION 

<4 0 0> SEOUENCE: 7 

Val Pro Arq Thr Pro Vel 

1 9 

^21 0> SEQ ID NO: 8 



<21 !> 
<.212> 



LENGTH : 6 
TYPE : PRT 
.21 i> ORGAN I'SM : 
<2 2 0> FEATURE: 
NAME/KEY : 
LOCATION : 



Homo sapiens 

MOD„RLS 
( 4 ) . . ( 4 ) 



OTHER 1 N FORMATION : PHOS PHORYLATToN 
SEQUENCE : 8 



<.21 \> 

0 2 2> 
<. 22 V> 
<4 0 0> 

Tyr Leu Gly Ser Pro lie 

1 5 
<-210> SEO TD NO: 9 
<G21 1> LENGTH : 6 
<212> TYPE: PRT 

< 2 1 3 > O RG A N J S M : H O m o sapiens 



<2 2 0> 
•-:2 2 2> 



FEATURE : 
NAME/KEY : 
LOCATION : 



MOD_RES 



< 2 3 > OT H E R 1 N P O RM AT 1 ON : P H O S P H O KY L A T 1 0 N 

<4 00> SPOHENCE : V 

Leu Tyr Arq Ser Pro Ser 

1 



SEO TD NO: 10 
LENGTH: 6 
<G212> TYPE: PRT 
<-213> ORGANISM: Homo sapiens 
■:2 2 0> FEAT [IRE: 
<221> NAME/KEY: MOD_RES 
<.2 2 2> LOCATION: (4 ) . . (4 ) 
< 2 2 3 > OT HER J N F O R HA 10 O N 



;21 0> 
<2 1 1> 



PHOSP HOE YL ATT ON 



file://C:\CRF3\Outhold\Vsrl733773.htm 
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RAW SEQUENCE LISTING ! - v '- rL: : l/ 1 0 u 0 

PA I' EN 1 APPLICATION: US/09/733, 773 TIME: "I 0 : J 3 : 4 U 



Input Sol : A:\SALK2410.ST25.txt 

Uiiri'iu Scl: N:\CRF3\12212000\l733773.raw 

2]^ <4 00> SEQUENCE: JO 

2 20 GJy Sit Sor Sor (to VjI 

22 1 i 

22 3 - 2 '. 0 > SEO ID NO : 11 
22 4 <2ll> LENGTH: 6 
22 5 <2.L2> ni'E: PPi 1 

2 26 -21 3> ORGANISM: Huiliu s ri p Leu'iS 

22H --2 2 0> H'ATURR: 

22^ <221> NAI1E/KEY : HOL\_KES 

2 .HJ *'2>2> LOOA r i HIM : (4 ) . . ( 1 ) 

231 --223> OTHER I Nh ORHA f 1 ON : PHOSPHORYLATION 

2 ^ 1 <'4 00> SEQUENCE : 1 1 

2 30 Pro Pro Ala Ihr Pro Pro 

237 1. 

2 3 9 -O2I0> SEO ii> NO: 12 

240 -21 1 > I EHG VH : 0 

241 <212> 1YPE: PRT 

24 2 <21b ORGANISM: Homo sapiens 

2 44 2. FEATURE: 

245 v221> NAME/KEY : MOD_KES 

24 6 <222> LOCATION: {4 ) . . (4 ) 

24 7 ^2 2 3> OTHER INFORMATION: PHOSPHORYLATION 
2 50 v4 00> SEOUF.NCF: 12 

2 52 Pro Pro Gly Ser Pro Pro 
2 5 3 1 5 
255 AO.(i> SI3Q TD NO: 13 
<21 1> LENGTH: 6 

25 7 >U\2> TYPE: PRT 

2 5 8 2 1 i > O EG AH I SM : H omo s a y i t mj s 

2 60 <220> FEATURE: 

261 <.2 21> NAME /KEY : MOD_PF.S 

2 6 2 s. 2 2 2 > LOC A T 1 O N : ( 4 ) . . ( 4 ) 

2 6 3 < 2 2 3 > OTHER 1 M FO R HA T I 0 N : P H OS P H ORY LAT I 0 N 
266 ,{<■>',<> SEQUENCE,: 13 

26 R Ser Tlir Ser Thr Pro Arq 
269 1 5 

2 7.1 -'2 10> SFO TO NO: 14 
272 -;2il> LENGTH: 7 

27 3 <2 ! 2> TYPE : PRT 

2 7 4 < 2 1 3 > ORG A N IS M : H omo s a p i o n s 

2 76 <'10 0> SEQUENCE: 11 

278 Tyr Sor Pro Thr Ser Pro Ser 

27 6 1 5 

28 L <22 10 > SIX} ID HO: 15 
28 2 <2li> LENGTH: 7 
2B3 -'2 12> TYPE: PRT 

2 fl 4 < 2 1 > (J KG" A N 1. S M : H oino s u p i e 1 ii S 

28 6 -,2 2 0> FEATURE: 

287 ^22 1> NAME /KEY : MOD_PES 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/733,773 



DATL: L2/2J./2000 
TIME: 10:13:10 



>ul Sot : A:\5ALR2410.ST2 5.txt 

:put SoU: N:\CRf3\L2212000\l733773.raw 



2"ri 8 
2H0 
2 m 2 
2 0 4 
205 
2<j7 
20 3 

2 9 'J 
SOU 
U)2 
30 3 

3 f ) 4 
i05 

30 3 
3 1 0 

3 1 1 
313 
J 14 
3 J. 5 

3 1 6 
3 IB 
310 

32 0 
321 
3 2 4 
32 3 
3 20 

32 7 

33 0 
5 3 2 
3 3 i 
.33 5 
336 
337 
3 3 8 

;$ 4 o 

34 I 
3 4 3 
M 5 
34 0 
3 ■} 8 
3 4 9 
351 
3 5 4 
355 
356 
357 
3 59 
3 6 0 



c222> LOCATION : ( 2 ) . . ( 2 ) 

■ 223> OTHER 1 N l-OKJ I A V'] ON : PllUSPHOEY LAT I ON 
-■10 0> SLQUENCE: L 5 
fyr Sor Pru Thr Sm: Pro Srr 

2 t 0> SEO 10 NO : 1 0 
-,2I1> LENGIH: "7 

- 21 2> TYPE : PUT 
<213> ORGANISM: Homo sapiens 
<2J0> 1- LATERE : 

- 2 2' 1 > N AM 12 / K E i : M f. ) D_R 1:': S 
, 2 ^2> LOCATION : ( 5 ) . . ( 5 ) 

< 2 1 3> O L'H ER J N FOR MA 3 J ON : P EOS 0 HO E Y LAT 1 ON 
1U0> SEGUE MCE; JO 

1M Sex Pro Thr Ser Pro S« j r 

I 

,. J i .•> SEO ID NO: L7 
<2U> LENGTH : 7 
...2'! /> TYPE: PRT 

- 2 1 3 * O EG AN L SM : Homo s a p i. e fi s 
<2 20> FEATURE: 
<„z2I> N AWE /KEY : MOD_FES 
..222> LOCATION : ( 2) . . ( 2) 

^223> OTHER INFORMATION: PHOSPHORYLATION 
■v.2 2 0> PEA PUKE : 

2 2 1> NAME/KEY : MOD_RES 
v22 2"> LOCATION : ( 5 ) . . { 5 ) 

<223> OTHER INFORMATION: PHOSPHORYLATION 
-- 4 0 0> SEQUENCE: 17 
Ivr Ser Pro Thr Ser Pro Ser 
1 5 
<2l 0> SEQ I D NO: IB 

< 2\ }> LENGTH: 34 
o2i2> TYPE: PRT 
<2l 3 > O Pa : A M I S M : A R T I F T ( : 1 A L 
<E2 2(L> FEATURE: 

< 2 2 3 > OTH E R t NFORMATI ON EPT I EE 
<100> SEOUENCE: IB 

Evs Lou Pro Pro Giv Trp Gin Lys Arg Met Ser Arg Ser Ser Gl/ Arc, 
]^ 5 10 15 

Val Tvr Tvr Phe Asa His lie Thr Asa Ala Ser Gin Trp Glu Arg Pro 
■ 20 25 30 

Sor Gly 

^2i0> SEQ TD WO: 10 

< 211 > LENGTH : 3'1 
<2 12> TYPE: PRT 

< 2 1 3 > ORG A N I S M : A RT I E I C1A.L, 
^22 0> FEATURE: 

i .;- OTH ER I NFORMATI ON / P ERT I 0 E 
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VERIFICATION SUMMARY DATh : 12/21/20^0 

PATKMT AP PL. J CAT 1 ON : US/0 9/7 3 3 , 773 IT Ht: : '10: J .'J : 1 1 

Tnpul Si?1: : A:\SALK2410.ST2 5.txt 

Output Set: N:\CRF3\12212000\l7 3 377 3.raw 

M:2^o 0: fjirtvnt. App i i co Li on Nuiuboi: (Ul'fers, keplurod Current. App 1 ica L ion Numbor 
[,: 12 M : 2 7 1 C : Cu r ri ' n L. FiJi mi b-j to rj i t r o i s , Ro p I. .1 cod C u r re n L V i 1. 1 n y ba t c 
L.J. 2 4 M : -i 4 1 w : (4G) Ti " or " Xda " used, for SfJO 1L>f:4 
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